ABSTRACT In this work we report the complete sequence and assembly of the estradiol-degrading bacterium Novosphingobium tardaugens NBRC 16725 genome into a single contig using the Pacific Biosciences RS II system.
distributed in 26 gaps existing between previously available contigs. The whole assembled nucleotide sequence was deposited in GenBank under the accession number CP034179.
Protein-, rRNA-, and tRNA-coding genes were annotated using the NCBI Prokaryotic Genome Automatic Annotation Pipeline (PGAAP) (13) and Rapid Annotations using Subsystems Technology (RAST) (14) . This genome contained 4,097 open reading frames (ORFs) with 4,040 coding DNA sequences (CDS), 48 tRNA-coding sequences, and 6 rRNA-coding sequences.
The N. tardaugens NBRC 16725 genome (4.36 Mbp) was found to be highly similar (70.79%) to that of Novosphingobium subterraneum strain DSM 12447 (15) using average nucleotide identity based on BLAST (ANIb) analysis (16) .
The oecA, oecB, and oecC genes involved in estradiol degradation (17) are located in two distinct gene clusters as in Sphingomonas sp. strain KC8 (7), covering a 76-kb region that also contains the testosterone degradation cluster (18) , which was segregated in the previous assembly. The genome includes a third cluster containing the sal2, scd2AB, and stdA2 genes involved in cholic acid degradation (19, 20) .
Data availability. This genome sequencing project has been deposited in GenBank under the accession number PRJNA505257. The version described in this paper is version CP034179. All raw data have been deposited in the SRA database under accession number SRR8271516. 
